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Figure 1. Map of the BIOTA 2016 cruise study area with three stations P150,
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Table 1. Number of sequences, observed OTUs and alpha diversity indices for 8 samples > P600-75m
collected in the South Adriatic Sea during BIOTA cruise in March 2016.
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P150-100m 82376 1197 0,97 6,93 106,03 1354,86 and P1000) during BIOTA cruise in March 2016.
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Figure 2. Taxonomic composition of Southern Adriatic samples collected on three stations (P150, P600 and P1000) and taxonomic distribution of all sequences retrieved during this study (n = 737293) during
BIOTA 2016 winter cruise. A: Relative abundance of picoeukaryotic taxa taxonomically identified using SILVA database for 18S rRNA at 97% similarity. B: Relative abundance of picoeukaryotic taxa taxonomically

Spumellarida

identified using PR2 database for 18S rRNA at 97% similarity. C: Taxonomic distribution of sequences according to SILVA database. D: Taxonomic distribution of sequences according to PR2 database.
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